Web-based computational tools for the prediction and analysis of post-translational modifications of proteins.
The increase in the number of Web-based resources on post-translational modification sites (PTMSs) in proteins is accelerating. The paper presents a set of computational protocols describing how to work with the Internet resources when dealing with PTMSs. The protocols are intended for querying in PTMSs related data bases, search of the PTMSs in the protein sequences and structures, calculating the pI and molecular mass of the PTM isoforms. Thus, the modern bioinformatics prediction tools make feasible to express protein modification in broader quantitative terms.